A development mutant, named V103, was obtained spontaneously from the A strain of A. nidulans. The A strain contains a duplicated segment of chromosome I that has undergone translocation to chromosome II (I II). It is mitotically unstable and generates phenotypically deteriorated types, some with enhanced stability. The deteriorated variants of A. nidulans show abnormal development, exhibiting slower colony growth, variations in colony pigmentation and changes in conidiophore structure. The alterations observed in the conidiophore include fewer metulae and phialides, further elongation and ramification of these structures, delayed nuclear migration and the presence of secondary conidiophores.
INTRODUCTION
The life cycle of the fungus Aspergillus nidulans is marked by important developmental events, which include the germination of asexual, uninucleate mitotic spores (conidia), nuclear migration through the mycelium and the establishment of a highly polarized growth pattern that gives rise to multinucleate hyphae (6) . Nuclear migration is an essential feature for the growth of filamentous fungi and the process of conidiation involves temporal and special regulation of gene expression, cell specialization, and intercellular communication (1) . In this context, several classes of mutants with abnormal nuclear distribution that impairs hyphal extension have been observed. For instance, nuclear distribution (nud) mutants contain nuclei that divide at a normal rate but fail to move from the spore end of the growing germ tube (12, 13) . In nud mutants, gene products essential for nuclear distribution in hyphae have lost function, resulting in abnormal conidiophore morphology (24) . In this study, we have characterized a new, spontaneously obtained mutant of Aspergillus nidulans with substantial developmental changes. We investigated conidiophore development and the cell cycle of V103, a strain derived from the A strain of A. nidulans, which is mitotically unstable because of a partial chromosomal duplication followed by translocation (I II). We have shown that this development mutant exhibits significant changes in colony growth, colony pigmentation and conidiophore structure. In V103, the conidiophore contained fewer metulae and phialides, with further elongation and ramification of these structures. We have also observed delayed nuclear migration and the presence of secondary conidiophores.
MATERIALS AND METHODS

Strains
The haploid strains of A. nidulans were derived from Glasgow stocks. For this study, the deteriorated strain V103 was isolated from spontaneous sectors of the duplicated A strain, Dp (I-II). The MSE strain of A. nidulans (9) has the following markers in each chromosome:
yA 1 (I), pyroA 4 (IV), sB 3 (VI), nicB 6 (VII) and riboB 2 (VIII).
The A strain of A. nidulans (14, 15) has the markers proA 1 (I), pabaA 6 (I) and Dp (I-II).
Culture medium and Conidiogenesis
Complete medium (CM) (17) .
Conidia from the V103 strain were incubated in liquid 
DAPI and Calcofluor staining
The deteriorated V103 variant was removed from the growth medium at different times and immediately fixed in a solution of 3.7% formaldehyde, 50 mM Na 2 HPO 4 (pH 7.0) and 0.2% Tween 80 for 30 minutes. Samples were washed in water and stained for 5 minutes with 0.1 g/ml 4´, 6-diamidino-2-phenylindole (DAPI, Sigma) and 0.4 g/ml of Calcofluor (Sigma) (6) . After one wash in distilled water, the slides were mounted in Vectashield medium (Vector). The preparations were examined under UV light, using an Axioplan 2 -Zeiss microscope.
Scanning Electron Microscopy (SEM)
Cultures 
RESULTS AND DISCUSSION
This work results from an interest in studying the cellular cycle and conidiophore development in a deteriorated sector spontaneously isolated from the Dp (I-II) duplication strain of A.
nidulans, (2, 3, 18) . In this strain, a segment of chromosome I was duplicated and translocated to chromosome II. The 
